instructions. We performed viral genome assembly and sequence analysis with Geneious v8. 1.8 (Biomatters, Auckland, New Zealand).
We obtained partial genomes or coding sequences of 6 additional viruses by de novo assembly from NGS reads using Geneious v8.1.8. These highly divergent viruses detected by a BLASTX analysis (https://blast.ncbi.nlm.nih.gov/Blast.cgi) were tentatively called Vespa velutina partiti-like virus 1 and 2; Vespa velutina unclassified RNA virus 1, 2, and 3; and Vespa velutina densovirus 1 (Genbank accession nos. MF346350-MF346355). The pathogenic potential of these viruses remains to be determined, but at least the first 2 (Vespa velutina partitilike virus 1 and 2) were relatively abundant in the samples, with 12,621 and 28,126 reads, respectively, matching the partial genomes obtained. Whether these viruses are specific to Vespa velutina hornets or have a broader host spectrum, potentially including honeybees, also remains unknown and would deserve further investigations.
We used PCR targeting a 658-bp fragment of the mitochondrial gene cytochrome C oxydase subunit I (COI) (4) to determine the origin of Vespa velutina hornets found in Belgium.
Two Asian hornets collected in Belgium in 2016 (A and B) and 1 collected in France (C) were submitted to the PCR analysis and sequenced using Sanger technology (GenBank accession nos. 
